ABSTRACT
obtained from 2 pooled RNA samples. Annotated analysis indicated steroid compound 23 metabolism (steroid biosynthesis, steroid hormone biosynthesis, aldosterone-regulated 24 sodium reabsorption, terpenoid backbone biosynthesis) related to musk formation 25 were annotated to many pathways; relevant genes were identified as well. In addition, 26 8,986 differentially expressed genes (6,068 up-and 2,198 down-regulated) between 27 heart and musk gland were identified, among them, steroid component metabolism 28 were abundant. Further exploration of functional enrichment analysis showed that 29 pathways involved in musk secretion were up-regulated in musk gland compared with 30 heart, especially steroid biosynthesis and terpenoid backbone biosynthesis whose 31 metabolic productions were key components of musk. We identified several candidate 32 genes such as DHCR7, DHCR24, NSDHL, CYP3A5, FDFT1, FDPS and HMGCL 33 which were closely involved in metabolism of steroid, terpenoid and ketone bodies. by over-exploitation, shrinkage in distribution, habitat destruction and degradation. 54 Therefore, it was cited as first class "key" species of wildlife protected by Chinese forest musk deer has been the hot spot of research to study the ecology, 57 domestication (Zhang, Deng et al. 1985 , Deng 1986 ) and the pharmacological functions of its musk (Seth, Mukhopadhyay et al. 1973, Feng and Liu 2015 
87

MATERIALS AND METHODS
88
Sample collection and preparation 89 The heart and musk gland tissue were collected from one male forest musk deer after 
93
RNA isolation, cDNA library construction and sequencing 94 We collected RNA from heart and musk gland. 82,921 SNPs in musk gland, respectively ( Fig. 2 A and B) . C:G->T:A was the leading 
Identification of DEGs
223
To explore the differences among the transcriptomes between heart and musk gland, 224 we performed identification of DEGs by comparing the transcripts data of heart and 225 musk gland, a total of 8,986 genes were identified to be differentially expressed with 226 the threshold of P-value <0.001 and the log2 (foldchange) >2. Out of these, 6,068 227 genes were up-regulated and 2,918 genes were down-regulated ( Fig. 3 and Fig. 4 (Fig. 5) . We screened 60 terms correlated with musk metobolism, 264 most of them were up-regulated in musk gland compared to heart excepted 9 terms 265 which were seen down-regulated such as negative regulation of aldosterone metobolic 266 process, negative regulation of aldosterone biosynthetic process, ketone biosynthetic 267 process, cellular ketone metabolic process. (Fig. 6 ). 
